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Deletion in the gene BruAb2_0168 of Brucella abortus strains: diagnostic challenges
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Abstract
Three Brucella abortus strains were isolated from joint hygromas from cows in northern Togo. Two deletions in the 50 side of the gene
BruAb2_0168 were identiﬁed. As this gene is used for species identiﬁcation, these deletions have consequences for diagnostic
procedures. Multiple locus variable number of tandem repeat (VNTR) analysis was therefore performed for species identiﬁcation. The
strains showed unique VNTR proﬁles, providing some of the ﬁrst genotypic data from West Africa. More molecular and
epidemiological data are needed from the region, in order to better understand transmission patterns and develop suitable diagnostic
assays.
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Abstract
We analysed trends in antimicrobial non-susceptibility in methicillin-resistant Staphylococcus aureus (MSRA) from Germany to assess the
impact of the changing population structure of MRSA on antimicrobial resistance rates. During two large nationwide multicentre studies in
2004–2005 and 2010–2011, we collected consecutively spa-genotyped MRSA isolates. The increase in non-susceptibility rates for
ª2014 The Authors
Clinical Microbiology and Infection ª2014 European Society of Clinical Microbiology and Infectious Diseases
ONLINE-ONLY RESEARCH NOTES BACTERIOLOGY
tetracycline and trimethoprim–sulphamethoxazole was associated with the spread of livestock-associated MRSA. A decrease in
non-susceptibility rates for aminoglycosides and quinolones affected all major lineages (spa-clonal complexes 003, 008, and 032). All isolated
remained susceptible to glycopeptides and linezolid.
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